Seven EA cluster microbacteriophages were isolated from soil collected around Philadelphia, PA, using the bacterial host Microbacterium foliorum. All of these phages have a highly conserved genome with regions of diversity localized to the 3= end. In phage Phriends (EA1 cluster), this region contains an orpham gene with no known function.
the NCBI Conserved Domain Database v3.17 (8, 9) , HHPRED v3.2.0 (10) (cutoff E value, 10 Ϫ5 ), ARAGORN v1.2.38 (11) , tRNAscanSE v2.0 (12) , and the Phage Evidence Collection and Annotation Network (PECAAN). Default settings were used for each of these programs/databases.
The genome of each of the four EA1 microbacteriophages is 41,606 to 41,812 bp long and has 62 to 64 protein-coding genes ( Table 1) . Whole-genome nucleotide alignment performed by BLASTn showed highly conserved genomes with between 98.4 and 99% pairwise nucleotide sequence identity shared between the four phages. Phage Phriends contains two rare genes, namely, gp52, an orpham (a gene pham which contains only a single member [7] ) with no known function, and gp55, which was previously found only in EA9 microbacteriophage ChickenKing.
The newly isolated EA4 microbacteriophages have closely related genomes with 96 to 99% pairwise nucleotide sequence identity. The genome lengths vary by less than 20 bp (range, 39,171 to 39,191 bp). Each of these three phages encodes 58 genes, including 1 tRNA gene. Interestingly, the tail assembly chaperones are predicted to be translated using a canonical Ϫ1 translational frameshift, whereas in EA1 phages, they are predicted to be translated as separate open reading frames.
Data availability. The genome sequences reported here are deposited in GenBank under the accession numbers provided in Table 1 . Microbacteriophage ChickenKing has the GenBank accession number MN310543. Sequencing reads were deposited in the Sequence Read Archive (SRA) under SRA accession numbers provided in Table 1 and under BioProject number PRJNA488469. 
